, Figure 2E ). Interestingly, although heterozygous 168 rsgA-e plants showed no net reduction in seed yield, 24.9±2.7 % of immature seeds 169 were white ( Figure 2D -E, Table S1 ), suggesting that the white seeds were 170 homozygous for the rsgA-e allele and not viable. Figure 3C ), but the change was less pronounced than for 16S. To corroborate the finding that 16S rRNA maturation was specifically affected 196 and to identify the steps where the maturation pathway was perturbed, we performed 197 Northern blot analysis using a specific probe against mature 16S rRNA ( Figure 3A ).
198
As positive controls for small chloroplast subunit defects, we included two known (Table S3 for the   313   transcriptome, and Table S4 for the proteome). Similarly to the previous result, the 314 compartment with the largest number of differentially regulated elements was the (Table S3 for transcripts, Table S4 for proteins).
379
The majority of the plastid-targeted nuclear-encoded genes were upregulated on the 380 transcript level, while no changes were observed on the level of proteins (e.g. 
PRIN2, SG1, HDS

Materials and methods
491
Cloning of E.coli complementation vector and Arabidopsis GFP constructs.
492
AtRsgA cDNA fragment was amplified by PCR from ABRC clone (S80886) using a 493 high-fidelity polymerase (Phusion; New England Biolabs) and primers rsgA_fwd and 494 rsgA_rv/rsgA_rv (Table S5 ). The product was inserted into pENTR4 vector using Total RNA from E.coli was isolated using TRizol reagent (Thermo Fisher Scientific).
528
RNA from seedlings was harvested using Spectrum Plant Total RNA Kit (Sigma- curves for 16S and 17S rRNA overlap, due to which peak area calculation using 533 Bioanalyzer software could not be used. Therefore, peak area was calculated with 534 normalmixEM function from the R package mixtools, which was applied to the 535 sampled data in order to deconvolute the peak as a mixture of two Gaussian (Table S6) were generated by PCR amplification and purified by agarose gel and Hochberg (BH) correction) in this subset were determined and stored (Table   640   S7 ). Table S1 . Number and phenotypes of seeds in WT and the mutant lines.
676 Table S2 . Phenotypic segregation of the rsgA-e/rsgA-i cross.
677 Table S3 . Transcriptomic analysis of rsgA-i and WT.
678 Table S4 . Proteomic analysis of rsgA-i and WT.
679 Table S5 . Primer sequences.
680 Table S6 . Probes used for Northern blot analyses.
681 Table S7 . MapMan term enrichment analysis of the transcriptome.
682 Table S8 . MapMan term enrichment analysis of the proteome. T r a n s c r i p t P r o t e i n 
